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Sequences producing significant alignments: 



Score 
(bits) 



E 

Value 



CP. 



HA 



oi 



9A. 



Hi. 



ili222o2irelj.NP_ll 



119 6794 5 [ ref INP 071863. 1 



chromosome 7 open reading fram. 

hypothetical protein^ clone 
Unknown (protein for MGC: 72996. 



3845429 31 ref INP 942076. 11 

.iJ3S021S7 lJ3b |J^^ Unknown (protein for MGC: 77146) . 

38 0 918 32 I ref i XP 1 2 6502,2! RIKEN cDNA 2010008E23 [Mus mus . 
167406 06 i qb I AAK16187 , 1 j RIKEN cDNA 2 0100 08E2 3 gene [Mus . 
20938715 i Qb|AAH29841. 1 | 2010008E23Rik protean [Mus muscu. 
qi I 12 842172 ! dbj | BA325500 . 1 j unnamed protein product [Mus mu . 
2897379^^ hypothetical protexn MGC3123 [. 

3 3 341676 [ qb | AAQ15209 . 1 ! FP2653 [Homo sapiens] >gi 1371826. 
2 7 6 3 9 8 8 9 j r e f I X p 2 2 1 0 1 0 , 1 | similar to RIKEN cDNA 2010008E. 
222 0 42 4 7 1 ejvh j CAD 4 3 42 9.1 1 SI:dZ180G5.5 (novel ubiquitin) . 
1 0 433 0 0 6 I dbj | BA313S36. 1 | unnamed protein product [Homo s. 



283528 I pir j | S27786 acidic protein - Caenorhabdi ti s elega. 

17551804 [ref INP 4989 16. 1 [ ubiquitin domain containing pr, 

3:y.l5>A?iZ^U-eiabJ.C^ Hypothetical protein CBG06886 [. 

hypothetical protein MGC3123 [. 
TPA: HDC18999 [Drosophila melan. 
qiL i 3 0 3 4 8 4 07 | emb j CAC8 427S^1J_ stpC [Sa^mirixne herpesvirus 2] , 

i3i:.L3117 4711i_g;biJ^ MGC75814 protein [Xenopus tropic. 



131291 1S ! ref j NP 07 7 012 . 1 |_ 
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qi 1 17334405 j emJo j CAD13245 . 1 | bA113024.1 (sirailar to insulin-.. 
qi I 3 0 3 4 8 4 1 6 j ej-nio | C AC 8 4 9 9 2 . 1 | saimiri transfer ma tion-associat. . 
_g.lJ...i:L?ilJ53^^^^^^ TPA: HDC18148 [Drosophila molan. . 

StpC139 [Saimiriine herpesvirus 2] 
qj- I 41617 660 i tpg ! Dj\A0 2 7 69 . 1 | TPA: HDC08319 [Drosophila rnelan.. 

qi I 92 5 660 0 | ref | NP 06172^2 . 1 | protocadherin alpha subfamily C. 

.giJ.IilA!?JJ2J..?:.?.^^^^^^ protocadhenn alpha subfamily . . 

qi I 4 31 0 7 0 3 6 [ qb | E AC 19557 > 1 \ unknown [environmental sequence] 

qi I 4 1 3 2 7 1 6 0 j r e f [ NP 8 9 8 8 2 8 , 1 [ trinucleotide repeat containin... 
.Q"iJA.?i.?A?A^.!^7i^^^^ protocadherin 16 precursor; f i . . , 

qr I 256506 3 | qb | AAB91442 . 1 j CTG4a [Homo sapiens] 
qi i 38648 7 66 [ q b | AAH 632 8a . .1. j PCDHAC2 protein [Homo sapiens] 
.9[iUAt?.^il-il?.?.2l£L^^^^^ unknown [ environmental sequence ] 

qi I 339420 72 j ref j NP 006577 .2 j trinucleotide repeat containin . . . 
q i I 4 32 03 3 1 7 [ q b j EAC 6 7 2 0 9 , 1 | unknown [environmental sequence] 
i;iAJ..303MJ534_Lg;bJ^ LRP8 protein [Homo sapiens] 

qi I 3 4 S 6 5 7 5 9 | r e f j X P _2 4 3 5 2 4 . 2 j similar to lipoprotein recepto. . . 
qi I 1 5825005 | qb | AAL095 66 . 1 1 lipoprotein receptor-related pro... 
.9'-ii.i-2^^^.7.?/Z2 0 Xl^i^.f J Ji?_0 low density lipoprotein recepto... 

qi I 3 001 62 I qb i A AB2 64 94 . 1 [ alpha-2-macroglobulin receptor, A2... 
qi I 2634 9 007 j db j j BAC38143 . 1 | unnamed protein product [Mus mu . . . 

a^I.?25l^^i^Ayi.^[i^i^^'Ar^^^ Lrpl protein [Mus musculus] 

5 S 2 5 0 9 6 | qh \ I\ J\'L 0 9 5 6 "/ . 1 | lipoprotein receptor-related pro... 

qi I 15529624 j qb | AA.LO 1 37 5 . 1 j PTPRE [Homo sapiens] 

gl\_^129993>lr:^t±NP_0^ protein tyrosine phosphatase, r... 

.9[^^i^2_4 05 4 5 8 I r^^ predicted protein [Neurospora ... 

qi[ 1168961 spl P22576i cOLL SHV2C Collagen- li ke protein >gi|93... 
qi| 30348404 | emb j CAC 84 9S6. 1 | saimiri transf ormation-associat . . . 
qi I 21 1 6 63 82 i ref | NP 62 0 0 63 . 1 j neurexin 2 isoformbeta procur... 
3AJAZi3282J_embiC StpC484 [Saimiriine herpesvirus 2] 

qi i 4 7586 86 I ref | NP 002323 . 1 | low density lipoprotein-related . . . 
qi I 2 8 3 7 9 1 0 3 [ r-e f j NP 7 8 6 0 0 0 . 1 [ integral membrane protein [Lac... 
.9:iii20j?.B4181abi7^^ Tnfrsf25 protein [Mus muscu].us] 

gi [ 1 42 7 9 97 4 i qb I AAK5 8 8 3 1 . 1 j lyosphosphatidic acid acyl trans f .. . 
qi I 17975768 j ref [ NP 004434 , 2 j ephrin receptor EphB3 precurso... 
g :l I 4 1 6 1 7 1 3 0 i tpq \ DAA02 5 0 4 . 1 | TPA: HDC06391 [Drosophila melan... 

qi I 1 4279976 | qb | AA K5S832 . 1 I lysophosphatidic acid acyl trans f .. . 
qi I 32407261! re fj XP__.32 42 1 5_._ lj!_ predicted protein [Neurospora . . . 
qi I 4758 688 1 ref | NP 00 462 2 . 1 | low density lipoprotein recepto. . , 
.9LrLil25.§.L§ilspIZ!?lZ^^ J K Ephrin type-B receptor 3 pr... 

qi I 154518 68 j ref j NP 15 0 64 3 . 1 j low density lipoprotein recept... 
g i I 1 5 4 5 1 3 6 6 i i:e f ! NP_^_0 5 9 9 9 2 . 2 [_ low density lipoprotein recept... 
q i|413867 37irefi NP_ 8 034 8 4 . 1 j 1-acylglycerol -3-phosphate O-a. . . 
g_ i \ 1 8 3 4 5 3 4 1 erra-3 | CA7\9 9 5 0 9 . 1 [ apolipoprotein E receptor 2 906 . . . 
g_.l i 4 3 8 7 3 0 3 6 j qh | E A 9 0 5 0 8 . unknown [environmental sequence] 

.gLi I 234632 63 [ ret j NP_695206 . 1 [ prepro-Neuropeptide W polypept... 
gx I 4 458 0 5 5 0 i qb I EAK25 05 9 . 1 j unknown [ environmental sequence] 
^ Ll g_-' ^- 2117 1 qh I AAH 617 9 6.11 AdamlS protein [Rattus norvegicus] 
?;LiJ..MSZ2:^-§ii.^Lef jXP_2^^ similar to hypothetical protei . . . 

qxL416173 6Q j tpq j DAA02 61 9 . 1 I TPA: HDC07244 [Drosophila melan... 
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qi I 994532S | re f | N? 064704 . 1 | a disintegrin and metalloprotei . 
>^^1^33A^§!2Z[S^M2^^131.^A.:A1. latent membrane protein 1 [Human. 
_Q\^.i_i;LP..-i?Allli.aki.i?A§^^^ ^^1^ k n o wn [ en VI r onmen t a 1 sequence] 

Q' l I 4 3 2 S 7 5 3 6 i q b | EAD 0 9 6 Q 7.11 unknown [environmental sequence] 
qi I 4 3 7 3 2 1 S"^ 3 I Qb I EAF2 0 8 6 3 . 1 | un]<:nown [environmental sequence] 
q.i. I 132 365 79 j ref j NP 077306 . 1 ! solute carrier family 2 7 membe . 

qi I 2 4642 08 0 i re f j NP _ 7 2 7 8 1 8 . 1 j CG32594-PD [Drosophila melanog . 
qi I 5 4 4 1 9 4 2 | qb | AAD4 3 18 7.1! supported by mouse EST AA538043 (. 
q 11288700 62 j ref | N P 7 92681 , 1 ! conserved hypothetical protein, 
q i I 1 6 7 6 3 4 4 3 j x:e t j NP 4 5 9 0 5 8 . 1 j putative transcriptional regul . 
g i [ 1 4 0 4 2 2 1 9 { db ' ] | BA 3 5 5 1 5 6 . 1 [ unnamed protein product [Homo s. 
qi I 346951 j pir j | A44399 stromelysin 3 (EC 3.4.24.-) - mouse 
qi I 23471875 [ ref j ZP 00127203 , 1 j COG2304: Uncharacteri zed pro. 
.9:iil^.§2§^MlcibiLI^3_8 4^^^ FLJ00207 protein [Homo sapiens] 

gi I 42 662 49 1 I ref i XP 1172 2 4 . 5 | similar to RIKIilN cDNA 0610009 J. 
qi I 1 3385^ 



3 9 



q i 17 715 8 7 0 I qb I AJ\ F 6 3 1 7 3 , 1 j 
iliJ.JA^310_8_4 i_dbqj_B7^^ 
qr I 26339360 | dbn | BAC33351 . 1 | 



ref { NP 0 8 05 33 , 1 j socius [Mus musculus] >gi|1285. 

mannose 6--phosphate/insuJ.in-li]<:e , 
unnamed protein product [Homo s. 
unnamed protein product [Mus mu . 
q i I 348 52277 j ref [ XP 215351 . 2 | similar to cys teine-rich prote . 
.9:il?^l.lliMi^iil^_L[ J_P_0^^^^ hypothetical protein [Azotob . 

qi 1 667 3 8 9 4 | r e f | NP 0 3 2 6 3 2 „ I | matrix metalloproteinase 11; st. 
qi [ 3154 3531 j ref [ N P 035342 . 2 \ protein tyrosine phosphatase, . 
qi I 2 50722 6 I s p i F4 9 446 j P TPE_MQUSS Pro tein- tyrosine phosphatas . 
qr|33355648i qb | A AQ16193 . 1 | latent men±)rane protein 1 [Human, 
q i I 4 1 6 1 9 7 62 I t pq j DAA O 4 31 3 . 1 | TPA: HDC15396 [Drosophila melan. 

JZ;l?.?.ili5-LI.P. l.^J..L:T.^L^^ p r o t e i n - L y r o s 1 n e - p h o sp ha t a s e {EC 3.1. 

qi I 4 4 0 6 1 7 2 [ qb i AAD l 9 8 8 7.11 latent membrane protein-1 [Human . 
qi I 7435843 I pi r I | JC6197 stromelysin 3 (EC 3.4.24.-) rat 
qi I 38374134 j qb | AAR19270 , 1 j latent membrane protein 1 [Human. 
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Get se^eoted sequences j S^l^ct | Deselect ail [ 

' ■■■^ >i3.yA.?t?il2.?.2/^^^^^^^ H chromosome 7 open reading frame 21 [Homo sapiens 

qi i 34 92 2 0 62 ; sp I Q9 BVT S | C G2 1 _ HUM/\l\f H Protein C7orf21 (SB144) 

<lld.Ai^J'^J^i?^3jj?blA^ B C7orf21 protein [Homo sapiens] 

.!^i-.lAy.AQ.:LlLy„9lli^^^^^^ B hypothetical membrane protein SB144 precusor [Homo s 

qi I 21620058 j gb j AAH33132 „ 1 | H Chromosome 7 open reading frame 21 [Homo sapiens] 

qi I 371820 65 j qb j AAQ88845 . 1 \ H TLIE7 63 [Homo sapiens] 
Length ^ 246 

Score = 728 bits (1709), Expect = 0.0 

Identities = 236/245 (96%), Positives = 236/245 (96%), Gaps - 5/245 (2%) 

Query: 1 TLIEGVGDEVTVLFSVLACLLVLALAWVSTHTAEGGDPLPQPSGTPTPSQPSIW4---TDS 5 8 

TLIEGVGDEVTVLFSVLACLLVLALAWVSTHTAEGGDPLPQPSGTPTPSQPS M TDS 
Sb jet : 2 TLIEGVGDEVTVLFSVLACLLVLALAWVSTHTAEGGDPLPQPSGTPTPSQPSAAMTUITDS 61 

Query: 59 MRGEAPGAETPSLRHRGQM-QPEPSTGFTATPPAPDSPQEPLVLRLKFLNDSEQVAM-VvTP 116 
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MRGEAPGAETPSLRHRGQ QPE PSTGFTATPPAPDS PQE PLVLRLKFLNDSEQVA WP 



Sb j ct : 


62 


MRGEAPGAET PS LRHRGQAAQPE PSTGFTATPPAPDS PQE PLVLRLKFLNDSEQVARAWP 


121 


Query : 


117 


HDTIGSLKRTQFPGREQQVRLIYQGQLLGDDTQTI-GSLHLPPNCVLHCHVSTRVGPPNPP 


17 6 






HDTIGSLKRTQFPGREQQVRI/IYQGQLLGDDTQTLGSLHLPPNCVLHCHVSTRVGPPNPP 




Sbjct : 


122 


HDTIGSLKRTQFPGREQQVRLIYQGQLLGDDTQTLGSLHLPPNCVLHCHVSTRVGPPNPP 


181 


Que ry : 


177 


CPPGSEPGPSGLEIGSLLLPLLLLLLLLLWYCQIQYRPFFPLTATLGLAGFTLLLSLLAF 


236 






CPPGSEPGPSGLEIGSLLLPLLI.LI.LLLLWYCQIQYRPFFPLTATLGLAGFTLLLSLLAF 




Sbjct: 


182 


CPPGSEPGPSGLEIGSLLLPLLLLLLLLLWYCQIQYRPFFPLTATLGLAGFTLLLSLLAF 


241 


Query : 


237 


-MYRP 240 








MYRP 




Sbjct: 


242 


AMYRP 2 46 





>.9[iilI.?.iliiMi^eL^^ H hypothetical protein, clone 1-2 [Mus musculus] 

qi|34922148!sp i Q9JMG3 | CG2i MOUSE H Protein C7orf21 homolog 

_q i i "1 2 5 9 2 3 6 1 dl:.-> j j BAA 92 7 4 7. 1. \ H contains transmembrane (TM) region [Mus musculus] 

gi i 128420S8 j dbi i B AB>'5 4 65 . 1 | H unnamed protein product [Mus musculus] 

q j. i 1 8 0 4 3 4 2 4 j Qb j AA.H 1 9 5 4 7 . 1 | ^ Hypothetical protein, clone 1-2 [Mus musculus] 
Length = 2 45 



Score = 633 bits (1487), Expect = e-180 

Identities - 213/244 (87%), Positives = 222/244 (90%), Gaps = 6/244 [2%) 



Query : 


2 


LIEGVGDEVTVLFSVLACLLVLALAWVSTHTAEGGDPLPQPSGTPTPSQPS — MMMTDSM 


5 9 






LIEGVGDEVTVLF+VLACLLVLALAWVSTHT E DP PQP GT TP+QPS M +DS+ 




Sbjct : 


3 


LIEGVGDEVTVLFAVLACLLVLALAWVSTHTTESTDPQPQPPGTTTPAQPSEAMSASDSI 


62 


Query : 


60 


RGEAPGAETPSLRIIRGQM-QPE PSTGFTATPPAPDS PQE PLVLRLKFLNDSEQVAM-V/PH 


117 






R EAPGAE+PSLRHRG QPEP TG TA+ P PDS PQE PL+LRLKELNDSEQVA WP 




Sb j ct : 


63 


REEAPGAESPSLRHRGPSAQPEPDTGVTASTP-PDSPQEPLLLRLKFLNDSEQVARAWPQ 


121 


Query: 


118 


DTIGSLKRTQFPGREQQVRLIYQGQLLGDDTQTLGSLHLPPNCVLHCHVSTRVGPPNPPC 


177 






DTIGSLKRTQFPG+EQQVRLIYQGQLLGDDTQTLGSLHLPPNCVLHCHVSTRVGPP+PPC 




Sbjct: 


122 


DTIGSLKRTQFPGQEQQVRLIYQGQLLGDDTQTLGSLHLPPNCVLHCHVSTRVGPPHPPC 


181 


Query: 


178 


PPGSEPGPSGLEIGST,LLPLLLLLLLLLWYCQIQYRPFFPLTATLGLAGFTLLLSLLAF- 


236 






PPGSEPGPSGLEIGSLLLPLLLELLLLLWYCQIQYRPFFPLTATLGLAGFTLLLSLLAF 




Sbjct: 


182 


PPGSEPGPSGLEIGSLLLPLLLLLLLLLWYCQIQYRPFFPLTATLGLAGFTLLLSLLAFA 


241 


Query : 


237 


MYRP 240 








MYRP 




Sbj c L : 


2 42 


MYRP 245 





[.J >a± I 38454298 ! ref j.NP_9 42 026_j_lJL ® Unknown (protein for MGC: 72996) [Rattus norvegic 

qi i 37 5 8 9 8 4 6 i qb | AA.H5 9 162 . 1 | H Unknown (protein for MGC: 72996) [Rattus norvegicus] 
I^ength =190 

Score 515 bits (1207), Expect = e-144 

Identities = 171/191 (89'A), Positives = 176/191 (92%), Gaps = 6/191 (3%) 

Query: 55 MT--DSMRGEAPGAETPSLRHRGQM-QPEPSTGFTATPPAPDSPQEPLVLRLKFLNDSEQ 111 
MT DS+R EAPGAE+PSLRHRG QPEP G TA+ P PDS PQEPL+LRLKFLNDSEQ 
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Sbjct : 


1 


MTAIDSIREEAPGAESPSLRHRGPSAQPEPEAGVTASTP-PDSPQEPLLLRLKFLNDSEQ 


59 


Query : 


112 


VAM-V7PHDTIGSLKRTQFPGREQQVRLIYQGQLLGDDTQTLGSLHLPPNCVLHCHVSTRV 


17 0 






VA WP DTIGSLKRTQFPGREQQVRLIYQGQLLGDDTQTJ.GSLHLPPNCVLHCHVSTRV 




Sbjct: 


60 


VARAWPQDTIGSLKRTQFPGREQQVRLIYQGQLLGDDTQTLGSLHLPPNCVLHCHVSTRV 


119 


Query: 


171 


GPPNPPCPPGSEPGPSGLEIGSLLLPLLLLLLLLLVJYCQIQYRPFFPLTATLGLAGFTLL 


230 






GPP+ppCPPGSEPGPSGLEIGSLLLPLLLLLLLLLWYCQIQYRPFFPLTATLGLAGFTLL 




Sbjct : 


120 


GPPHPPCPPGSEPGPSGLEIGSLLLPLLLLLLLLLWYCQIQYRPFFPLTATLGLAGFTLL 


179 


Query : 


231 


LSLLAF-MYRP 24 0 








LSLLAF MYRP 




Sbjct : 


180 


LSLLAFAMYRP 19 0 





D > gi 140 8 0 /187 1 qb [ A AH65312 . 1 j Unknown (protein for MGC: 77146) [Danio rerio] 
Length - 2 92 

Score = 225 bits (523), Expect =^ 3e-57 

Identities - 136/319 (42%), Positives = 163/319 (51%), Gaps - 111/319 (34%) 

Query : 2 LI EGVGDEVTVLFSV — LACLLVLALAWVSTHTAEGGDPL-- PQ PSGTP TPSQ-PSM 53 

lilEGVGDEVT-t-LF V L LVL LAW STHT E + L PP +P TSQP 
Sbjct: 3 LIEGVGDEVTLLFGVVFLV — LVLVLAWASTHTVEPPEHLLS PSPGAS PSTETDSQE P- - 58 

Query: 54 MM TDS MRGE APGAETPS LRHR 7 4 

+ TDS +R E PG K + LRHR 

Sbjct : 59 -LPPGNTDSSPGGVRDEDDKSEPGTEAGAAGQSADGSRAGGGDGGLLDDAGLGSDGLRHR 117 

Query: 7 5 GQMQ PE--PSTGFTATPP APDSPQE PLVLRLKFLNDSE QVAMWP 116 

+ PE PS AT P A D+ + +VLRLKFLND+E QV P 
Sbjct: 118 ESAGPSTHPPESTPS ATQPSAEDAASDTHRN-MVLRLKFLNDTERTAQVM P 167 

Query : 117 HDTIGSLKRTQFPGREQQVRLI YQGQLLGDDTQTLGSLHLPPMCVLHCHVS TRVGPP 173 

DTIG +KRT F G+E QVRLIYQGQLL DD+QTL SL+L N VLHCH+S TR 
Sbjct: 168 QDTIGYIKRTYFAGQEHQVRLIYQGQLLQDDSQTLASLNLADNSVLHCHISQHATR 223 

Query: 174 NPPCPPGSEPGPSG LEIGSLLLPLLLLLLLLLWYCQIQYRPFF — PLTAT 221 

P+G L +GSL++PL +L+L +LWY QIQYR FF P TA+ 

Sbjct: 224 AMPAGARAADQVHVALNVGSLMVPLFVLMLSVLWYFQIQYRQFFTAPATAS 274 

Query: 222 LGLAGFTLLLSLLAF-MYR 239 

L G T+ S -l-AF +YR 
Sbjct: 275 --LVGITI FFSFVAFGVYR 291 



□ > ql|380 91S32i ref i XP 12 65 02 , 2 j ® RIKEN cDNA 2010008E23 [Mus rnusculus] 
Length = 397 

Score = 158 bits (365), Expect = 4e-37 

Identities - 120/324 (371), Positives - 161/324 (49%), Gaps = 119/324 (36%) 

Query: 1 TLIEGVGDEVTVLFSVLACL-LVLALAWVSTHTAEGG D 37 

TLIEGVG+EV V+ V+A L L L LAW+ST4- Ah G D 
Sbjct: 105 TLIEGVGNEVKVVAGVVA-LTLALVLAWLSTYVADSGNNQLLGTIVSAGDTSVLHLGHVD 163 

Query : 38 PL PQPSG TPTPSQPSMMMTDSMRGEA PGAETPSLRHRG 75 
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L P PSG T +DS G+A PGA RG 
Sbjct: 164 QLVNQGTPEPTEHPHPSGGNDDKAEET SDSG-GDATGE PGA RG 2 05 

Query: 7 6 QMQPEPS TGFTATPP-AP D SPQEPLV-LRLKFLMDSEQ 111 

+M EPS G ++ P AP D SP L+ +RLKFLND4-E + 

Sbjct: 206 EM--E PSLEHLLDIQGLPKRQAGLGSSRPEAPLGLDDGSCLS PSPSLINVRLKFLNDTEE 2 63 

Query: 112 VAM-WPHDTI GSLKRTQEPGREQQVRLI YQGQLLGJDDTQTLGSLHLPPNCVLHCIIVSTRV 170 

+A+ P DT+G+LK FPG+E Q++LIYQG+LL D f-TL SL++ NCV+HCH S 
Sbjct. : 264 LAVARPEDTVGTLKSKYFPGQESQMKLI YQGRLLQDPARTLSSLNITNNCVIHCHRS 320 

Query: 171 GPPNPPCPPGSE-PGPS- GLE IGSLliLPLLLLLLLLLWYCQlQYRPl^'F- 216 

PPG+ G].^S G+ H-GSL + + P+ + + L]:, ++WY +1 YR FF 

Sbjct: 321 PPGAAVSGPSASLTPTTEQSSLGVNVGSLMVPVFVVLLGVVWYFRINYRQFFT 373 

Query: 217 - PLTATLGLAGFTLLLSLLAF-MY 238 

P AT+ L G T+ S+L F MY 
Sbjct: 37 4 GP- ATISLVGVTVFFSILVFGMY 395 



}. J > qi. I 1 67 4 0 6 0 6 i qh \ AAH :i 6 1 8 7 , 1 | B RIKEN cDNA 2010008E23 gene [Mus musculus] 

Length 349 

Score = 158 bits (365), Expect = 4e-37 

Identities - 120/324 (37%), Positives = 161/324 (49%), Gaps = 119/324 (36%) 

Query: 1 TLIEGVGDEVTVLFSVLACL-LVLALAWVSTHTAEGG D 3 7 

TLIEGVG+EV V+ V+A L L L LAW+ST+ A+ G D 
Sb jet: 57 TL I E GVGNEVMVVAGV VA- LTLALVLAWLST YVADS GNNE i.LGTI VSAGDTSVLHLGHVD 1 1 5 

Query: 38 PL- PQPSG TPTPSQPSMMMTDSMRGEA PGAETPSLRHRG 75 

L P PSG T +DS G+A PGA RG 
Sbjct: 116 QLVNQGTPEPTEHPHPSGGNDDKAEET SDSG-GDATGE PGA RG 157 

Query: 7 6 QMQPEPS TGFTATPP-AP D S PQEPLV-LRLKFLNDSEQ 111 

+M EPS G ++ P AP D SP L+ +RLKFLND+E + 

Sbjct : 158 EM — EPSLEHLLDIQGLPKRQAGLGSSRPEAPLGLDDGSCLSPSPSLINVRLKFLNDTEE 215 

Query: 112 V7VM--WPHDTIGSLKRTQFPGREQQVRLI YQGQLLGDDTQTLGSLHLPPNCVLHCHVSTRV 17 0 

+A+ P DT + G + LK FPG+E Q + + LIYQG;+LL D +TL SL + + NCV + HCH S 
Sbjct : 216 LAVARPtlDTVGTLKSKYFPGQESQMKLI YQGRLLQDPARTLSSLNITNNCVIHCHRS 2 72 

Query: 171 GPPNPPCPPGSE-PGPS GLE IGSLLLPLLLLLLLLLWYCQIQYRPFF- 216 

PPG+ GPS G+ +GSL++P+ ++LL ++WY +1 YR FF 

Sbjct: 273 PPGAAVSGPSASLTPTTEQSSLGVNVGSLMVPVFWLLGWWYFRINYRQFFT 325 

Query: 217 - PLTATLGLAGFTLLLSLLAF-MY 2 38 

P AT+ L G T+ S+L F MY 
Sbjct: 326 GP- -ATISLVGVTVFFSILVFGMY 347 



r.J >q:i. |2 09S8715!c[b| AA.H2 98 41 . 1 ! H 2 0 1 0 0 0 8E2 3Rik protein [Mus musculus] 
Length = 309 

Score = 158 bits (365), Expect = 4e-37 

Identities = 120/324 (37%), Positives = 161/324 (49%), Gaps - 119/324 (36%) 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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Query ; 1 TLIEGVGDEVTVLFSVLACL-LVLALAWVSTHTAEGG D 37 

TLIEGVG+EV V+ V+A L L L LAW-I-ST+ A+ G D 
Sbjct : 17 TLIEGVGNEVMVVAGVVA-LTLAI.VLAWLSTYVADSGNNQLLGTIVSAGDTSVHHLGIiVD 75 

Query: 38 PL PQPSG TPTPSQPSMMMTDSMRGEA PGAETPSLRHRG 75 

h P PSG T +DS G+A PGA RG 
Sbjct: 76 QLVNQGTPEPTEHPHPSGGNDDKAEET SDSG-GDATGEPGA RG 117 

Query: 76 QMQPEPS TGFTATPP-AP D SPQEPLV-LRLKFLNDSEQ 111 

^-M EPS G ++ P AP D SP L+ +RLKFLND+E + 

Sbjct : 118 EM — EPSLEHLLDIQGLPKRQAGLGSSRPEAPLGLDDGSCLSPSPSLIMVRLKFLNDTEE 175 

Query : 112 VAM~WPHDT1GSLKRTQFPGREQQVRLIYQGQLLGDDTQTLGSLHLPPNCVLHCHVSTRV 17 0 

+A-i- P DT+G+LK FPG+E Q + -I- LI YQG+LL D +TL SL++ NCV+HCH S 
Sbjct: 176 LAVARPEDTVGTLKSKYFPGQESQMKLIYQGRLLQDPARTLSSLNITNNCVIHCHRS 232 

Query: 171 GPPNPPCPPGSE-PGPS GLEIGSLLLPLLLLLLLLLWYCQIQYRPFF- 216 

PPG+ GPS G+ +G;SIi + + P+ + + LL ++WY +1 YR FF 

Sbjct : 233 PPGAAVSGPSASLTPTTEQSSLGVNVGSI.MVPVFVVLLGVVWYFRINYRQFFT 285 

Query: 217 -PLTATLGLAGFTLLLSLLAF-MY 238 

P ATI L G T+ S+L F MY 
Sbjct: 286 GP — ATISLVGVTVFFSILVFGMY 307 



□ > q.i. I 128421 72 j dbj | BAB25^00 . 1 | H unnamed protein product [Mus inusculus] 
Length ^ 309 

Score = 151 bits (350), Expect = 3e-35 

Identities - 119/324 (36%), Positives = 160/324 (49%), Gaps - 119/324 (36->) 

Query: 1 TLIEGVGDEVTVLFSVLACL-LVLALAWVSTHTAEGG D 37 

TLIEGVG+EV V+ V+A L L L LAW + ST+ A+ G D 
Sbjct : 17 TLIEGVGNEVMVVAGVVA-LTLALVLAWLSTYVADSGMNQLLGTIVSAGDTSVLHLGHVD 7 5 

Query: 38 PL- PQPSG TPTPSQPSMMMTDSMRGEA PGAETPSLRHRG 75 

L P PSG T +DS G+A PGA RG 
Sbjct : 76 QLVNQGTPEPTEHPHPSGGNDDKAEET SDSG-GDATGEPGA RG 117 

Query: 76 QMQPEPS TGFTATPP-AP D SPQEPLV-LRLKFLNDSEQ 111 

EPS G ++ P AP D SP L+ +RLKFLND+E+ 

Sbjct: 118 EM — EPSLEHLLDIQGLPKRQAGLGSSRPEAPLGLDDGSCLSPSPSLINVRLKFLNDTEE 175 

Query: 112 VAM-WPHDTIGSLKRTQFPGREQQVRLI YQGQLLGDDTQTLGSLHLPPNCVLHCHVSTRV 170 

+A+ P DT+G+LK FPG+E Q++LIYQG+LL D +TL SL++ NCV+HCH S 
Sbjct: 176 LAVARPEDTVGTLKSKYFPGQESQMKLIYQGRLLQDPARTLSSLNITNNCVIHCHRS 232 

Query: 171 GPPNPPCPPGSE-PGPS GLE IGSLLLPLLLLLLLLLXaTYCQIQYRPFF- 216 

PPG+ GPS G+ +GSL++P+ ++LL ++ Y +1 YR FF 

Sbjct : 233 PPGTUWSGPSASLTPTTEQSSLGVNVGSLMVPVFWLLGVVRYFRINYRQfi'FT 285 

Query: 217 -PLTATLGLAGFTLLLSLLAF-MY 238 

P AT+ L G T+ S+L F MY 
Sbjct: 286 GP — ATISLVGVTVFFSILVFGMY 307 



□ >q-i I 2 897 37 99 I ref [NP 8 03190.1 1 H hypothetical protein MGC3123 [Homo sapiens] 
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qi i 21739425 j emb j CAD3 8 755 . 1 [ H hypothetical protein [Homo sapiens] 
Length =^ 301 



Score - 151 }Dits (349), Expect = 4e-35 

Identities = 120/326 (36%), Positives = 160/326 (49%), Gaps = 121/326 (37%) 



Query : 


1 




36 






TLIEGVG+RIV V+ V+ L + LAL AW+ST+ A+ G 




Sb j ct : 


7 


TLIEGVGNEVMVVAGVW LTI,AT.VT,AWT,STYVAn'=;r;'^.KTr)T T r4n t'\^c' n r-nT-Q^^T t-tt r^u^r 


64 


Query : 


3 7 


DP- -LPQPS GTPTPSQPSMMMTDSMRGEAPGA 


6 6 






+P LP PS G DS gr:a GA 




Sb j c t : 


65 


unij V j-njv^vjiN fiL, f .1. r.i ut n.Ji'oiijijiNJi_Jiiiisj-Uijii,/\(jhA:jKtj DST — GEA— GACt-GGV 


110 


Query i 


67 


j_i i Ji'>:> — KLrymy l.-'J:', Pb l Lt£ l A1 PPAP DS PQE P- J.jV— LRLKFLND 


108 






E PSL H R -t- G + + + P AP DS P P L+ +RLKFLND 




Sb j ct : 


111 


E-PSLEHLI.DIQGLPKR QAGAG-SSSPEAPLRSEDSTCLPPSPGLITVRLKFLND 


163 


Query : 


109 


SEQVAM-WPHDTIGSLKRTQFPGREQQVRLIYQGQLLGDDTQTLGSLHLPPNCVLHCHVS 


167 






-I-E + +A+ p DT+G+LK FPG+E Q++LIYQGHLL D +TL SL+f NCV+HCH S 




Sbjct : 


164 


TEELAVARPEDTVGALKSKYFPGQESQMKLIYQGRLLQDPARTLRSLNITDNCVIHCHRS 


223 


Query : 


168 


TKVGPPNPPCPPGSE-PGPS GLF;iGSLLLPLLLLLL;r,LLWYCQIQYR 


213 






PPGS PGPS G+ HGSL+ + P+ + + LL -i-+WY +1 YR 




Sbjct : 


224 


PPGSAVPGPSASLAPSATEPPRLGVNVGSLMVPVFVVLLGVWYFRINYR 


273 


Query: 


214 


PFFPLTATLGLAGFTLLLSLLAF-MY 238 








FF AT+ L G T f- S L F MY 




Sbjct : 


274 


QFFTAPATVSLVGVTVFFSFLVFGMY 299 





O >q r I 3 3341676 I qb I A AQl 52 0 9 . 1J_ F 1,^ 2653 [ H omo sapiens] 
qi i 37182679 j gb | AA.O8 9 140 . 1 | ^ ELSD1897 [Homo sapiens] 

gij 3 964 5 31^^^^ H MGC3123 protein [Homo sapiens] 

Length = 3 01 



Score = 151 bits (349), Expect - 4e-35 

Identities = 120/326 (36%), Positives = 160/326 (49%), Gaps - 121/326 (37M 



Query : 


1 


TLIEGVGDEVTVLFSVLACLLVLAL--AWVSTHTAEGG 


36 






TLIKGVG+EV V+ V+ L+LAL AW+ST+ A+ G 




Sb j c t : 


7 


TLIEGVGNEVMVVAGVW — LI LALVLAWLSTYVADSGSNQLLGAIVSAGDTSVLHLGHV 


64 


Query : 


37 


DP — LPQPS GTPTPSQPSMMMTDSMRGEAPGA 


66 






+ P LP PS G DS GEA GA 




Sbjct : 


65 


DHLVAGQGNPEPTELPHPSEGNDEKAEEAGEGRG DST-GEA-GAGGGV 


110 


Query : 


67 


ET PSLRH RGQMQPEPSTGFTAT PPAP DS PQE P-LV-LRLKFLND 


108 






E PSL H R + G + + + P AP DS P P L+ -fRLKFLND 




Sbjct : 


111 


E-PSLEHLLDIQGLPKR QAGAG-SSSPEAPLRSEDSTCLPPSPGLITVRLKFLND 


163 


Query: 


109 


SEQV7\M-WPHDTIGSLKRTQFPGREQQVRLIYQGQLLGDDTQTLGSLHLPPNCVLHCHVS 


167 






fE++A+ P DT+G+LK FPG+E Q++LIYQG+LL D +TL SL++ NCV+HCH S 




Sb] ct : 


154 


TEELAVARPEDTVGALKSKYFPGQESQMKLIYQGRLLQDPART.LRSLNITDNCVIHCHRS 


223 


Query : 


168 


TRVGPPNPPCPPGSE-PGPS GLEI GSLLLPLLLLLLLLLX^TYCQIQYR 


213 






PPGS PGPS G+ +GSL++P+ ++LL ++WY +1 YR 




Sbjct: 


224 


-- PPGSAVPGPSASLAPSATEPPSLGVNVGSLMVPVFWLLGVVT^-iTYFRINYR 


273 
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Query: 214 PFFPLTATLGLAGFTLLLSLLAF-MY 238 

FF AT+ T. G T+ S L F MY 
Sbjct: 274 QFFTAPATVSLVGVTVFFSFLVFGMY 299 



>gAi.?.2.§.§ H similar to RIKEN cDNA 2010008E23 gene [Rattus nc 
Length = 355 

Score = 144 bits (333), Expect - 5e-33 

Identities = 115/323 (35%), Positives = 152/323 (47%), Gaps - 117/323 (36%) 

Query : 1 TLIEGVGDEVTVLFSV--LACLLVLALAWVSTHTAEGG 3 6 

TLIEGVG+EV V+ V L L L LAW + ST+ A+ 
Sbj ct : 63 TLIEGVGNEVMVVAGVVVLT--LALVLAWLSTYVADSSNSQLLGTIVSAGDTSVLHLGnV 12 0 

Query: 37 DPL PQPSG TPTPSQPSMMMTDS MRGEAPGAETPSLRHR 7 4 

D L P PSG T -IDS GE PGA R 
Sbjct: 121 DQLVNQGTPEPTEHPHPSGGSDDKAEET SDSGGDTTGE- PGA R 162 

Query: 7 5 GQMQPEPS TGFTATPPAP DS- PQE PLV-LRLKFLNDSE 110 

G M EPS G ++ P DS P L+ -t-RLKFLND+E 

Sbjct : 163 GDM — E PSLEHLLDIQGLPKRQAGT.ESSRPEASLGLDDSTCLS PSPS LINVRLKFLNDTE 220 

Query: 111 QVAM-WPHDTIGSLKRTQFPGREQQVRLI YQGQLLGDDTQTLGSLHLPPNCVLHCHVSTR 169 

++A+ P DT+G+LK FPG+E Q++LIYQG+LL D +TL SL++ NCV+HCH S 
Sbjct : 221 ELAVARPEDTVGTLKSKYFPGQESQMKLIYQGRLLQDPARTLSSLNITNNCVIHCHRS — 278 

Query: 170 VGPPNPPCPPGSE- PGPS GLEIGSLLLPLLLLLLLLLWYCQIQYRPFF 216 

PPG+ GPS G+ +GSL+ + P+ ++LL ++WY -l-I YR FF 

Sbjct: 279 PPGAAVSGPSTSI.TPTTEQSSLGVNVGSLMVPVFVVLLGVVWYFRINYRQFF 330 

Query: 217 PLTATLGLAGFTLLLSLLAF-MY 238 

AT+ L G T-l- S L F MY 
Sbjct: 331 TAPATVSLVGVTVFFSFLVFGMY 353 



□ >qi I 22 204247 j einb j CAD43429 „ 1 | SI : dZ 1 8 0G5 . 5 (novel ubiquitin) [Danro rerio] 
Length = 291 

Score = 108 bits (249), Expect = 2e~22 

Identities = 68/159 (42%), Posj.tives = 89/159 (55%), Gaps - 33/159 (20%) 

Query: 102 RLKFI .NDSEQVA- -mPIIDTI GS LKRTQFPGREQQVRLI YQGQLLGDDTQ-TLGSLHLPPN 15 9 

RLKFLND-fE + +A + P DTIG LK F GRE Q++LIYQGQLL D Q +L SL++ N 
Sbjct : 140 RLKFLNDTEEIAVLRPQDTIGLLKSKYFSGREHQIKLIYQGQLL-QDPQRSLLSLNITI-IN 198 

Query: 160 CVLHCHVS TRVGPPNPPCPPGSEPGP SG LEIGSLLLPLLL 199 

VLHCH+S R +E GP SG L G L-H + P+ + 

Sbjct: 199 SVLHCHISQAQAQR EAAEDGPRASRVS I LS GGLRSAGVALSTGGLVI PVFV 249 

Query: 200 LLLLLLWYCQIQYRPFFPLTATLGLAGFTLLLSLLAF-M 237 

+LL ++WY +1 YR F AT+ L G T+ S L F M 
Sbjct: 250 VLLAVWYFRINYRQLFTAPATISLVGVTVFFSFLIFGM 288 



http : //www . n cb i . nl m . n i h . go v/BL A S T/B 1 ast . cgi 



3/9/04 



